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This	 issue	has	 five	broad	 topics,	with	 the	 first	 focused	on	delete-
rious	 mutations	 in	 the	 context	 of	 domestication	 (Bosse,	 Megens,	
Derks,	 de	Cara,	&	Groenen,	 2018;	 Plekhanova,	Nuzhdin,	Utkin,	&	
Samsonova,	2018).	Bosse	et	al.	(2018)	use	data	from	pig	and	chick-
ens	to	explore	mutational	load,	finding	that	domestication	does	not	
necessitate	a	 reduction	 in	 fitness,	but	 rather	 specific	 species-	level	
factors	 impact	the	extent	to	which	deleterious	mutations	accumu-
late	 in	 domestic	 populations.	 They	make	 the	 important	 point	 that	
whether	a	mutation	 is	deleterious	or	not	may	be	context	depend-
ent.	That	is,	alleles	that	are	deleterious	in	wild	populations	may	be	












The	second	 topic	covered	 is	 the	genomics	of	ancient	 samples	and	
its	 important	contribution	to	understanding	domestication	 (Allaby,	
Ware,	&	Kistler,	2018;	Wales	et	al.,	2018).	In	the	first	article	in	this	
section,	Wales	 et	al.	 (2018)	 explore	 archeological	 plastids	 in	 sun-
flower	comparing	these	ancient	samples	with	historic	landraces	and	







three	 species	 (barley,	maize,	 and	 sorghum)	 to	 explore	 the	 genetic	
bottleneck	 associated	 with	 domestication.	 In	 each	 of	 these	 spe-
cies,	bottlenecks	appear	to	be	quite	weak	early	in	the	domestication	
process,	suggesting	that	even	when	single	domestication	events	oc-
curred,	populations	were	not	as	 small	 as	originally	 thought.	These	
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et	al.,	 2017).	 The	 first	 of	 these	 studies	 authored	by	Vigueira	 et	al.	
(2017)	explores	weedy	rice	inside	and	outside	the	rice	native	range,	
to	understand	diverse	mechanisms	 for	de-	domestication.	Not	 sur-
prisingly,	 introgression	 from	wild	 to	weedy	 rice	was	 found	 to	play	

























et	al.	 (2018)	 examine	 prevailing	 hypotheses	 on	 different	 numbers	
of	domestication	events	in	cattle	using	approximate	Bayesian	com-
putation,	 identifying	 two	domestication	 events	 as	 the	most	 likely	
scenario	with	admixture	having	likely	occurred	between	African	and	
Asian	 cattle,	 explaining	 their	 shared	 genetic	 variation.	 In	 another	











selection	 in	 domesticated	 species,	 in	 which	 López	 et	al.	 (2018)	 use	




















and	 animal	 breeding	 populations	 and	 inform	other	 areas	 of	 evolu-
tionary	biology	such	as	conservation	and	adaptation	in	the	wild.
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